TILLING SlFOLK screening a 1-deoxy-D-xylulose-5-P synthase (DXS); geranylgeranyl pyrophosphate synthase (GGPS); geranylgeranyl diphosphate reductase (GGDR); 4-hydroxyphenylpyruvate dioxygenase (HPPD); homogentisate phytyl transferase (VTE2); 2,3-dimethyl-5-phytylquinol methyltransferase (VTE3); tocopherol cyclase (VTE1); -tocopherol-C-methyl transferase (VTE4); phytol kinase (VTE5); farnesol kinase (FOLK); chlorophyll synthase (CHLG); staygreen 1 (SGR1); pheophytinase (PPH); pheophorbide a oxygenase (PAO); homogentisate solanesyl transferase (HST); solanesyl-diphosphate synthase (SPS); phytoene synthase (PSY); phytoene desaturase (PDS); chloroplast-specific -lycopene cyclase (LCY ); chromoplast-specific -lycopene cyclase (CYC ); pale yellow petal/phytyl ester synthase (PYP/PES); clathrin adaptor complex medium subunit (CAC). a Mean value obtained from three transgenic lines. Significant differences between wild-type (WT) and transgenic lines are indicated in bold (ANOVA/Dunnett's test, P < 0.05). Plastochromanol-8 (PC-8), oxidized plastoquinone-9 (PQ-9), plastoquinol-9 (PQH 2 -9), fatty acid phytyl ester (FAPE). nm, not measured.
Experiment

SlVTE5 -RNAi lines
Supplementary
DXS (1) 1.00 ± 0.06 1.14 ± 0.15 1.12 ± 0.05 1.53 ± 0.15 1.00 ± 0.09 0.87 ± 0.09 0.87 ± 0.09 0.58 ± 0.06 1.00 ± 0.13 0.94 ± 0.18 0.70 ± 0.07 0.68 ± 0.14 GGPS (2) 1.00 ± 0.14 0.75 ± 0.08 1.06 ± 0.07 1.80 ± 0.34 1.00 ± 0.08 1.43 ± 0.07 1.23 ± 0.24 1.07 ± 0.07 1.00 ± 0.09 0.99 ± 0.06 1.67 ± 0.22 1.10 ± 0.17 GGDR 1.00 ± 0.07 0.84 ± 0.07 0.91 ± 0.04 1.48 ± 0.20 1.00 ± 0.17 0.96 ± 0.02 1.09 ± 0.14 0.66 ± 0.06 1.00 ± 0.27 1.21 ± 0.18 1.16 ± 0.16 0.68 ± 0.22 SPS 1.00 ± 0.12 0.59 ± 0.06 0.90 ± 0.04 0.92 ± 0.09 1.00 ± 0.10 0.61 ± 0.02 0.86 ± 0.13 0.53 ± 0.05 1.00 ± 0.11 1.20 ± 0.15 1.36 ± 0.11 1.17 ± 0.24 HST 1.00 ± 0.01 1.14 ± 0.12 1.03 ± 0.06 1.37 ± 0.08 1.00 ± 0.09 0.91 ± 0.09 1.20 ± 0.09 0.75 ± 0.08 1.00 ± 0.22 0.93 ± 0.12 2.10 ± 0.26 0.83 ± 0.13 HPPD (1) 1.00 ± 0.08 0.70 ± 0.08 0.79 ± 0.01 1.08 ± 0.05 1.00 ± 0.03 1.28 ± 0.03 1.36 ± 0.13 1.09 ± 0.01 1.00 ± 0.10 1.38 ± 0.17 2.10 ± 0.37 1.03 ± 0.17 HPPD (2) 1.00 ± 0.14 0.52 ± 0.08 0. (2) 1.00 ± 0.11 1.11 ± 0.14 1.16 ± 0.10 1.09 ± 0.06 1.00 ± 0.01 1.14 ± 0.08 1.25 ± 0.09 1.02 ± 0.05 1.00 ± 0.12 1.02 ± 0.10 1.20 ± 0.08 1.09 ± 0.13 PSY (1) 1.00 ± 0. 
SlVTE5 -RNAi#11
Values represent means from at least three biological replicates. The expression data shown represent fold-change compared to control wild-type (WT) in the respective organ. Significant differences were determined according to a permutation test (P<0.05) and indicate in bold. 1-deoxy-D-xylulose-5-P synthase (DXS); geranylgeranyl pyrophosphate synthase (GGPS); geranylgeranyl diphosphate reductase (GGDR); 4-hydroxyphenylpyruvate dioxygenase (HPPD); tocopherol cyclase (VTE1); homogentisate phytyl transferase (VTE2); 2,3-dimethyl-5-phytylquinol methyltransferase (VTE3); -tocopherol-C-methyl transferase (VTE4); phytol kinase (VTE5); farnesol kinase (FOLK); staygreen 1 (SGR1); chlorophyll synthase (CHLG); pheophytinase (PPH); pheophorbide a oxygenase (PAO); pale yellow petal/phytyl ester synthase (PYP/PES); homogentisate solanesyl transferase (HST); solanesyl-diphosphate synthase (SPS); phytoene synthase (PSY); phytoene desaturase (PDS); chloroplast-specific -lycopene cyclase (LCY ); chromoplast-specific -lycopene cyclase (CYC ).
Ripe fruits Mature green fruits
Supplementary Table S4 . Transcriptional profile of genes encoding isoprenoid metabolism-related enzymes.
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